Conservation of intrinsic dynamics in proteins-what have computational models taught us?
The intrinsic dynamics of proteins has been suggested to be the most conserved compared to its sequence or structure. As such, the contributing factors to the conservation of dynamics have yet to be determined definitively. Some have suggested that function drives the conservation of protein flexibility, while others have indicated that the overall topology determines protein flexibility patterns. In general, many characteristic features of protein flexibility can be derived from simple coarse-grained models whose success rests on the link between protein local packing density and flexibility. Those models have revealed the evolutionary conservation of protein flexibility and have given us insights into the slow dynamics required for protein function and mechanistic insight into the allosteric effect.